SEQUENCE LISTING 



<110> Ni, Jian 



Rosen, Craig A 
Pan, James G 



Gentz, Reiner L 
Dixit, Vishva M 



<120> Death Domain Containing Receptor-4 

<130> PF355P2 

<14 0> To Be Assigned 

<141> 2003-08-28 

<150> 60/035,722 

<151> 1997-01-28 

<150> 60/037,829 

<151> 1997-02-05 

<150> 09/013,895 ^> 



<151> 1998-01-27 

<150> 60/132,922 
<151> 1999-05-06 

<150> 09/565,918 
<151> 2000-05-05 

<150> 60/406,922 
<151> 2002-08-30 

<150> 60/413,861 
<151> 2002-09-27 

<160> 13 

<170> Patentln version 3.1 

<210> 1 

<211> 2152 

<212> DNA 

<213> human 

<400> 1 

ttcgggcacg agggcaggat ggcgccacca ccagctagag tacatctagg tgcgttcctg 60 

gcagtgactc cgaatcccgg gagcgcagcg agtgggacag aggcagccgc ggccacaccc 120 

agcaaagtgt ggggctcttc cgcggggagg attgaaeeac gaggcggggg ccgaggagcg 180 

ctccctacct ccatgggaca gcacggaccc agtgcccggg cccgggcagg gcgcgcccca 240 

ggacccaggc cggcgcggga agccagccct cggctccggg tccacaagac cttcaagttt 3 00 

gtcgtcgtcg gggtcctgct gcaggtcgta cctagctcag ctgcaaccat caaacttcat 360 

gatcaatcaa ttggcacaca gcaatgggaa catagccctt tgggagagtt gtgtccacca 420 
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ggatctcata gatcagaacg tcctggagcc tgtaaccggt gcacagaggg tgtgggttac 4 80 

accaatgctt ccaacaattt gtttgcttgc ctcccatgta cagcttgtaa atcagatgaa 54 0 

gaagagagaa gtccctgcac cacgaccagg aacacagcat gtcagtgcaa accaggaact 600 

ttccggaatg acaattctgc tgagatgtgc cggaagtgca gcacagggtg ccccagaggg 660 

atggtcaagg tcaaggattg tacgccctgg agtgacatcg agtgtgtcca caaagaatca 720 

ggcaatggac ataatatatg ggtgattttg gttgtgactt tggttgttcc gttgctgttg 780 

gtggctgtgc tgattgtctg ttgttgcatc ggctcaggtt gtggagggga ccccaagtgc 84 0 

atggacaggg tgtgtttctg gcgcttgggt ctcctacgag ggcctggggc tgaggacaat 900 

gctcacaacg agattctgag caacgcagac tcgctgtcca ctttcgtctc tgagcagcaa 960 

atggaaagcc aggagccggc agatttgaca ggtgtcactg tacagtcccc aggggaggca 102 0 

cagtgtctgc tgggaccggc agaagctgaa gggtctcaga ggaggaggct gctggttcca 1080 

gcaaatggtg ctgaccccac tgagactctg atgctgttct ttgacaagtt tgcaaacatc 114 0 

gtgccctttg actcctggga ccagctcatg aggcagctgg acctcacgaa aaatgagatc 1200 

gatgtggtca gagctggtac agcaggccca ggggatgcct tgtatgcaat gctgatgaaa 1260 

tgggtcaaca aaactggacg gaacgcctcg atccacaccc tgctggatgc cttggagagg 132 0 

atggaagaga gacatgcaaa agagaagatt caggacctct tggtggactc tggaaagttc 1380 

atctacttag aagatggcac aggctctgcc gtgtccttgg agtgaaagac tctttttacc 144 0 

agaggtttcc tcttaggtgt taggagttaa tacatattag gttttttttt tttttaacat 1500 

gtatacaaag taaattctta gccacgtgta ttggctcctg cctgtaatcc catcactttg 1560 

ggaggctgac gccggtggat ccacttgagg tccgaagttc caagaccagc cctgaaccaa 162 0 

catcgtggaa atgcccgtct tttacaaaaa aataccaaaa attcaactgg aatgtgcatg 1680 

gtgtgtgcca tcatttcctc ggctaactac gggaggtctg aggccaggag aatccacttg 174 0 

aaccccacga aggacagtgt agactgcaga ttgcaccact gcactcccag cctgggaaca 1800 

cagagcaaga ctctgtctca agataaaata aaataaactt gaaagaatta ttgcccgact 1860 

gaggctcaca tgccaaagga aaatctggtt ctcccctgag ctggcctccg tgtgtttcct 1920 

tatcatggtg gtcaattgga ggtgttaatt tgaatggatt aaggaacacc tagaacactg 1980 

gtaaggcatt atttctggga cattatttct gggcatgtct tcgagggtgt ttccagaggg 2 040 

gattggcatg cgatcgggtg gactgagtgg aaaagaccta cccttaattt gggggggcac 2100 

cgtccgacag actggggagc aagatagaag aaaacaaaaa aaaaaaaaaa aa 2152 
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<210> 2 

<211> 468 

<212> PRT 

<213> human 

<400> 2 

Met Ala Pro Pro Pro Ala Arg Val His Leu Gly Ala Phe Leu Ala Val 
1 5 10 15 

Thr Pro Asn Pro Gly Ser Ala Ala Ser Gly Thr Glu Ala Ala Ala Ala 
20 25 30 

Thr Pro Ser Lys Val Trp Gly Ser Ser Ala Gly Arg lie Glu Pro Arg 
35 40 45 

Gly Gly Gly Arg Gly Ala Leu Pro Thr Ser Met Gly Gin His Gly Pro 
50 55 60 

Ser Ala Arg Ala Arg Ala Gly Arg Ala Pro Gly Pro Arg Pro Ala Arg 
65 70 75 80 

Glu Ala Ser Pro Arg Leu Arg Val His Lys Thr Phe Lys Phe Val Val 
85 90 95 

Val Gly Val Leu Leu Gin Val Val Pro Ser Ser Ala Ala Thr lie Lys 
100 105 110 

Leu His Asp Gin Ser lie Gly Thr .Gin Gin Trp Glu His Ser Pro Leu 
115 120 ' 125 

Gly Glu Leu Cys Pro Pro Gly Ser His Arg Ser Glu Arg Pro Gly Ala 
130 135 140 

Cys Asn Arg Cys Thr Glu Gly Val Gly Tyr Thr Asn Ala Ser Asn Asn 
145 150 155 160 

Leu Phe Ala Cys Leu Pro Cys Thr Ala Cys Lys Ser Asp Glu Glu Glu 
165 170 175 

Arg Ser Pro Cys Thr Thr Thr Arg Asn Thr Ala Cys Gin Cys Lys Pro 
180 185 190 

Gly Thr Phe Arg Asn Asp Asn Ser Ala Glu Met Cys Arg Lys Cys Ser 
195 200 205 

Thr Gly Cys Pro Arg Gly Met Val Lys Val Lys Asp Cys Thr Pro Trp 
210 215 220 

Ser Asp lie Glu Cys Val His Lys Glu Ser Gly Asn Gly His Asn lie 
225 230 235 240 

Trp Val lie Leu Val Val Thr Leu Val Val Pro Leu Leu Leu Val Ala 
245 250 255 



Val Leu lie Val Cys Cys Cys lie Gly Ser Gly Cys Gly Gly Asp Pro 
260 265 270 
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Lys Cys Met Asp Arg Val Cys Phe Trp Arg Leu Gly Leu Leu Arg Gly 
275 280 285 

Pro Gly Ala Glu Asp Asn Ala His Asn Glu lie Leu Ser Asn Ala Asp 
290 295 300 

Ser Leu Ser Thr Phe Val Ser Glu Gin Gin Met Glu Ser Gin Glu Pro 
305 310 315 320 

Ala Asp Leu Thr Gly Val Thr Val Gin Ser Pro Gly Glu Ala Gin Cys 
325 330 335 

Leu Leu Gly Pro Ala Glu Ala Glu Gly Ser Gin Arg Arg Arg Leu Leu 
340 345 350 

Val Pro Ala Asn Gly Ala Asp Pro Thr Glu Thr Leu Met Leu Phe Phe 
355 360 365 

Asp Lys Phe Ala Asn lie Val Pro Phe Asp Ser Trp Asp Gin Leu Met 
370 375 380 

Arg Gin Leu Asp Leu Thr Lys Asn Glu lie Asp Val Val Arg Ala Gly 
385 390 395 400 

Thr Ala Gly Pro Gly Asp Ala Leu Tyr Ala Met Leu Met Lys Trp Val 
405 410 415 

Asn Lys Thr Gly Arg Asn Ala Ser lie His Thr Leu Leu Asp Ala Leu 
420 425 430 

Glu Arg Met Glu Glu Arg His Ala Lys Glu Lys lie Gin Asp Leu Leu 
435 440 445 

Val Asp Ser Gly Lys Phe lie Tyr Leu Glu Asp Gly Thr Gly Ser Ala 
450 455 460 

Val Ser Leu Glu 
465 



<210> 3 

<211> 669 

<212> PRT 

<213> human 

<400> 3 

Met Leu Gly lie Trp Thr Leu Leu Pro Leu Val Leu Thr Ser Val Ala 
15 10 15 

Arg Leu Ser Ser Lys Ser Val Asn Ala Gin Val Thr Asp lie Asn Ser 
20 25 30 

Lys Gly Leu Glu Leu Arg Lys Thr Val Thr Thr Val Glu Thr Gin Asn 
35 40 45 

Leu Glu Gly Leu His His Asp Gly Gin Phe Cys His Lys Pro Cys Pro 
50 55 60 
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Pro Gly Glu Arg Lys Ala Arg Asp Cys Thr Val Asn Gly Asp Glu Pro 
65 70 75 80 

Asp Cys Val Pro Cys Gin Glu Gly Lys Glu Tyr Thr Asp Lys Ala His 
85 90 95 

Phe Ser Ser Lys Cys Arg Arg Cys Arg Leu Cys Asp Glu Gly His Gly 
100 105 110 

Leu Glu Val Glu lie Asn Cys Thr Arg Thr Gin Asn Thr Lys Cys Arg 
115 120 125 

Cys Lys Pro Asn Phe Phe Cys Asn Ser Thr Val Cys Glu His Cys Asp 
130 135 140 

Pro Cys Thr Lys Cys Glu His Gly lie lie Lys Glu Cys Thr Leu Thr 
145 150 155 160 

Ser Asn Thr Lys Cys Lys Glu Glu Gly Ser Arg Ser Asn Leu Gly Trp 
165 170 175 

Leu Cys Leu Leu Leu Leu Pro lie Pro Leu lie Val Trp Val Lys Arg 
180 185 190 

Lys Glu Val Gin Lys Thr Cys Arg Lys His Arg Lys Glu Asn Gin Gly 
195 200 205 

Ser His Glu Ser Pro Thr Leu Asn Pro Glu Thr Val Ala lie Asn Leu 
210 215 220 

Ser Asp Val Asp Leu Ser Lys Tyr lie Thr Thr lie Ala Gly Val Met 
225 230 235 240 

Thr Leu Ser Gin Val Lys Gly Phe Val Arg Lys Asn Gly Val Asn Glu 
245 250 255 

Ala Lys lie Asp Glu lie Lys Asn Asp Asn Val Gin Asp Thr Ala Glu 
260 265 270 

Gin Lys Val Gin Leu Leu Arg Asn Trp His Gin Leu His Gly Lys Lys 
275 280 285 

Glu Ala Tyr Asp Thr Leu lie Lys Asp Leu Lys Lys Ala Asn Leu Cys 
290 295 300 

Thr Leu Ala Glu Lys lie Gin Thr lie lie Leu Lys Asp lie Thr Ser 
305 310 315 320 

Asp Ser Glu Asn Ser Asn Phe Arg Asn Glu lie Gin Ser Leu Val Met 
325 330 335 

Leu Gly lie Trp Thr Leu Leu Pro Leu Val Leu Thr Ser Val Ala Arg 
340 345 350 

Leu Ser Ser Lys Ser Val Asn Ala Gin Val Thr Asp He Asn Ser Lys 
355 360 365 

Gly Leu Glu Leu Arg Lys Thr Val Thr Thr Val Glu Thr Gin Asn Leu 
370 375 380 
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Glu Gly Leu His His Asp Gly Gin Phe Cys His Lys Pro Cys Pro Pro 
385 390 395 400 

Gly Glu Arg Lys Ala Arg Asp Cys Thr Val Asn Gly Asp Glu Pro Asp 
405 410 415 

Cys Val Pro Cys Gin Glu Gly Lys Glu Tyr Thr Asp Lys Ala His Phe 
420 425 430 

Ser Ser Lys Cys Arg Arg Cys Arg Leu Cys Asp Glu Gly His Gly Leu 
435 440 445 

Glu Val Glu He Asn Cys Thr Arg Thr Gin Asn Thr Lys Cys Arg Cys 
450 455 460 

Lys Pro Asn Phe Phe Cys Asn Ser Thr Val Cys Glu His Cys Asp Pro 
465 470 475 480 

Cys Thr Lys Cys Glu His Gly He He Lys Glu Cys Thr Leu Thr Ser 
485 490 495 

Asn Thr Lys Cys Lys Glu Glu Gly Ser Arg Ser Asn Leu Gly Trp Leu 
500 505 510 

Cys Leu Leu Leu Leu Pro He Pro Leu He Val Val Lys Arg Lys Glu 
515 520 525 

Val Gin Lys Thr Cys Arg Lys His Arg Lys Glu Asn Gin Gly Ser His 
530 535 540 

Glu Ser Pro Thr Leu Asn Pro Glu Thr Val Ala He Asn Leu Ser Asp 
545 550 555 560 

Val Asp Leu Ser Lys Tyr He Thr Thr He Ala Gly Val Met Thr Leu 
565 570 575 

Ser Gin Val Lys Gly Phe Val Arg Lys Asn Gly Val Asn Glu Ala Lys 
580 585 590 

He Asp Glu He Lys Asn Asp Asn Val Gin Asp Thr Ala Glu Gin Lys 
595 600 605 

Val Gin Leu Leu Arg Asn Trp His Gin Leu His Gly Lys Lys Glu Ala 
610 615 620 

Tyr Asp Thr Leu He Lys Asp Leu Lys Lys Ala Asn Leu Cys Thr Leu 
625 630 635 640 

Ala Glu Lys He Gin Thr He He Leu Lys Asp lie Thr Ser Asp Ser 
645 650 655 

Glu Asn Ser Asn Phe Arg Asn Glu He Gin Ser Leu Val 
660 665 



<210> 4 

<211> 909 

<212> PRT 

<213> human 
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<400> 4 

Met Gly Leu Ser Thr Val Pro Asp Leu Leu Pro Leu Val Leu Leu Glu 
15 10 15 

Leu Leu Val Gly lie Tyr Pro Ser Gly Val lie Gly Leu Val Pro His 
20 25 30 

Leu Gly Asp Arg Glu Lys Arg Asp Ser Val Cys Pro Gin Gly Lys Tyr 
35 40 45 

lie His Pro Gin Asn Asn Ser He Cys Cys Thr Lys Cys His Lys Gly 
50 55 60 

Thr Tyr Leu Tyr Asn Asp Cys Pro Gly Pro Gly Asp Thr Asp Cys Arg 
65 70 75 80 

Glu Cys Glu Ser Gly Ser Phe Thr Ala Ser Glu Asn His Leu Arg His 
85 90 95 

Cys Leu Ser Cys Ser Lys Cys Arg Lys Glu Met Gly Gin Val Glu He 
100 105 110 

Ser Ser Cys Thr Val Asp Arg Asp Thr Val Cys Gly Cys Arg Lys Asn 
115 120 125 

Gin Tyr Arg His Tyr Trp Ser Glu Asn Leu Phe Gin Cys Phe Asn Cys 
130 13 5 14 0 

Ser Leu Cys Leu Asn Gly Thr Val His Leu Ser Cys Gin Glu Lys Gin 
145 150 155 160 

Asn Thr Val Cys Thr Cys His Ala Gly Phe Phe Leu Arg Glu Asn Glu 
165 170 175 

Cys Val Ser Cys Ser Asn Cys Lys Lys Ser Leu Glu Cys Thr Lys Leu 
180 185 190 

Cys Leu Pro Gin He Glu Asn Val Lys Gly Thr Glu Asp Ser Gly Thr 
195 200 205 

Thr Val Leu Leu Pro Leu Val He Phe Phe Gly Leu Cys Leu Leu Ser 
210 215 220 

Leu Leu Phe He Gly Leu Met Tyr Arg Tyr Gin Arg Trp Lys Ser Lys 
225 230 235 240 

Leu Tyr Ser He Val Cys Gly Lys Ser Thr Pro Glu Lys Glu Gly Glu 
245 250 255 

Leu Glu Gly Thr Thr Thr Lys Pro Leu Ala Pro Asn Pro Ser Phe Ser 
260 265 270 

Pro Thr Pro Gly Phe Thr Pro Thr Leu Gly Phe Ser Pro Val Pro Ser 
275 280 285 

Ser Thr Phe Thr Ser Ser Ser Thr Tyr Thr Pro Gly Asp Cys Pro Asn 
290 295 300 
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Phe Ala Ala Pro Arg Arg Glu Val Ala Pro Pro Tyr Gin Gly Ala Asp 
305 310 315 320 

Pro lie Leu Ala Thr Ala Leu Ala Ser Asp Pro lie Pro Asn Pro Leu 
325 330 335 

Gin Lys Trp Glu Asp Ser Ala His Lys Pro Gin Ser Leu Asp Thr Asp 
340 345 350 

Asp Pro Ala Thr Leu Tyr Ala Val Val Glu Asn Val Pro Pro Leu Arg 
355 360 365 

Trp Lys Glu Phe Val Arg Arg Leu Gly Leu Ser Asp His Glu lie Asp 
370 375 380 

Arg Leu Glu Leu Gin Asn Gly Arg Cys Leu Arg Glu Ala Gin Tyr Ser 
385 390 395 400 

Met Leu Ala Thr Trp Arg Arg Arg Thr Pro Arg Arg Glu Ala Thr Leu 
405 ^ 410 415 

Glu Leu Leu Gly Arg Val Leu Arg Asp Met Asp Leu Leu Gly Cys Leu 
420 425 430 

Glu Asp He Glu Glu Ala Leu Cys Gly Pro Ala Ala Leu Pro Pro Ala 
435 440 445 

Pro Ser Leu Leu Arg Met Gly Leu Ser Thr Val Pro Asp Leu Leu Leu 
450 455 460 

Pro Leu Val Leu Leu Glu Leu Leu Val Gly He Tyr Pro Ser Gly Val 
465 470 475 480 

He Gly Leu Val Pro His Leu Gly Asp Arg Glu Lys Arg Asp Ser Val 
485 490 495 

Cys Pro Gin Gly Lys Tyr He His Pro Gin Asn Asn Ser He Cys Cys 
500 505 510 

Thr Lys Cys His Lys Gly Thr Tyr Leu Tyr Asn Asp Cys Pro Gly Pro 
515 520 525 

Gly Gin Asp Thr Asp Cys Arg Glu Cys Glu Ser Gly Ser Phe Thr Ala 
530 535 540 

Ser Glu Asn His Leu Arg His Cys Leu Ser Cys Ser Lys Cys Arg Glu 
545 550 555 560 

Lys Glu Met Gly Gin Val Glu He Ser Ser Cys Thr Val Asp Arg Asp 
565 570 575 

Thr Val Cys Gly Cys Arg Lys Asn Gin Tyr Arg His Tyr Trp Ser Glu 
580 585 590 

Asn Leu Phe Gin Cys Phe Asn Cys Ser Leu Cys Leu Asn Gly Thr Val 
595 600 605 

His Leu Ser Cys Gin Glu Lys Gin Asn Thr Val Cys Thr Cys His Ala 
610 615 620 
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Gly Phe Phe Leu Arg Glu Asn Glu Cys Val Ser Cys Ser Asn Cys Lys 
625 630 635 640 



Lys Ser Leu Glu Cys Thr Lys Leu Cys Leu Pro Gin lie Glu Asn Val 
645 650 655 

Lys Gly Thr Glu Asp Ser Gly Thr Thr Val Leu Leu Pro Leu Val lie 
660 665 670 

Phe Phe Gly Leu Cys Leu Leu Ser Leu Leu Phe lie Gly Leu Met Tyr 
675 680 685 

Arg Tyr Gin Arg Trp Lys Ser Asp Leu Tyr Ser lie Val Cys Gly Lys 
690 695 700 

Ser Thr Pro Glu Lys Glu Gly Glu Leu Glu Gly Thr Thr Thr Lys Pro 
705 710 715 720 

Leu Ala Pro Asn Pro Ser Phe Ser Pro Thr Pro Gly Phe Thr Pro Thr 
725 730 735 

Leu Gly Phe Ser Pro Val Pro Ser Ser Thr Phe Thr Ser Ser Ser Thr 
740 745 750 

Tyr Thr Pro Gly Asp Cys Pro Asn Phe Ala Ala Pro Arg Arg Glu Val 
755 760 765 

Ala Pro Pro Tyr Gin Gly Ala Asp Pro lie Leu Ala Thr Ala Leu Ala 
770 775 780 

Ser Asp Pro lie Pro Asn Pro Leu Gin Lys Trp Glu Asp Ser Ala His 
785 790 795 800 

Lys Pro Gin Ser Leu Asp Thr Asp Asp Pro Ala Thr Leu Tyr Ala Val 
805 810 815 

Val Glu Asn Val Pro Pro Leu Arg Trp Lys Glu Phe Val Arg Arg Leu 
820 825 830 

Gly Leu Ser Pro His Glu He Asp Arg Leu Glu Leu Gin Asn Gly Arg 
835 840 845 

Cys Leu Arg Glu Ala Gin Tyr Ser Met Leu Ala Thr Trp Arg Arg Arg 
850 855 860 

Thr Pro Arg Arg Glu Ala Thr Leu Glu Leu Leu Gly Arg Val Leu Arg 
865 870 875 880 

Asp Met Asp Leu Leu Gly Cys Leu Glu Asp He Glu Glu Ala Leu Cys 
885 890 895 

Gly Pro Ala Ala Leu Pro Pro Ala Pro Ser Leu Leu Arg 
900 905 



<210> 5 

<211> 833 

<212> PRT 

<213> human 
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<400> 5 



Met Glu Gin Arg Pro Arg Gly Cys Ala Ala Val Ala Ala Ala Leu Leu 
15 10 15 

Leu Val Leu Leu Gly Ala Arg Ala Gin Gly Gly Thr Arg Ser Pro Arg 
20 25 30 

Cys Asp Cys Ala Gly Asp Phe His Lys Lys lie Gly Leu Phe Cys Cys 
35 40 45 

Arg Gly Cys Pro Ala Gly His Tyr Leu Lys Ala Pro Cys Thr Glu Pro 
50 55 60 

Cys Gly Asn Ser Thr Cys Leu Val Cys Pro Gin Asp Thr Phe Leu Ala 
65 70 75 80 

Trp Glu Asn His His Asn Ser Glu Cys Ala Arg Cys Gin Ala Cys Asp 
85 90 95 

Glu Gin Ala Ser Gin Val Ala Leu Glu Asn Cys Ser Ala Val Ala Asp 
100 105 110 

Thr Arg Cys Gly Cys Lys Pro Gly Trp Phe Val Glu Cys Gin Val Ser 
115 120 125 

Gin Cys Val Ser Ser Ser Pro Phe Tyr Cys Gin Pro Cys Leu Asp Cys 
130 135 140 

Gly Ala Leu His Arg His Thr Arg Leu Leu Cys Ser Arg Arg Asp Thr 
145 150 155 160 

Asp Cys Gly Thr Cys Leu Pro Gly Phe Tyr Glu His Gly Asp Gly Cys 
165 170 175 

Val Ser Cys Pro Thr Ser Thr Leu Gly Ser Cys Pro Glu Arg Cys Ala 
180 185 190 

Ala Val Cys Gly Trp Arg Gin Met Phe Trp Val Gin Val Leu Leu Ala 
195 200 205 

Gly Leu Val Val Pro Leu Leu Leu Gly Ala Thr Leu Thr Tyr Thr Tyr 
210 215 220 

Arg His Cys Trp Pro His Lys Pro Leu Val Thr Ala Asp Glu Ala Gly 
225 230 235 240 

Met Glu Ala Leu Thr Pro Pro Pro Ala Thr His Leu Ser Pro Leu Asp 
245 250 255 

Ser Ala His Thr Leu Leu Ala Pro Pro Asp Ser Ser Glu Lys lie Cys 
260 265 270 

Thr Val Gin Leu Val Gly Asn Ser Trp Thr Pro Gly Tyr Pro Glu Thr 
275 280 285 

Gin Glu Ala Leu Cys Pro Gin Val Thr Trp Ser Trp Asp Gin Leu Pro 
290 295 300 



10 



Ser Arg Ala Leu Gly Pro Ala Ala Ala Pro Thr Leu Ser Pro Glu Ser 
305 310 315 320 

Pro Ala Gly Ser Pro Ala Met Met Leu Gin Pro Gly Pro Gin Leu Tyr 
325 330 335 

Asp Val Met Asp Ala Val Pro Ala Arg Arg Trp Lys Glu Phe Val Arg 
340 345 350 

Thr Leu Gly Leu Arg Glu Ala Glu lie Glu Ala Val Glu Val Glu lie 
355 360 365 

Gly Arg Phe Arg Asp Gin Gin Tyr Glu Met Leu Lys Arg Trp Arg Gin 
370 375 380 

Gin Gin Pro Ala Gly Leu Gly Ala Val Tyr Ala Ala Leu Glu Arg Met 
385 390 395 400 

Gly Leu Asp Gly Cys Val Glu Asp Leu Arg Ser Arg Leu Gin Arg Gly 
405 410 415 

Pro Met Glu Gin Arg Pro Arg Gly Cys Ala Ala Val Ala Ala Ala Leu 
420 425 430 

Leu Leu Val Leu Leu Gly Ala Arg Ala Gin Gly Gly Thr Arg Ser Pro 
435 440 445 

Arg Cys Asp Cys Ala Gly Asp Phe His Lys Lys lie Gly Leu Phe Cys 
450 455 460 

Cys Arg Gly Cys Pro Ala Gly His Tyr Leu Lys Ala Pro Cys Thr Glu 
465 470 475 480 

Pro Cys Gly Asn Ser Thr Cys Leu Val Cys Pro Gin Asp Thr Phe Leu 
485 490 495 

Ala Trp Glu Asn His His Asn Ser Glu Cys Ala Arg Cys Gin Ala Cys 
500 505 510 

Asp Glu Ala Ser Gin Val Ala Leu Glu Asn Cys Ser Ala Val Ala Asp 
515 520 525 

Thr Arg Cys Gly Cys Lys Pro Gly Trp Phe Val Glu Cys Gin Val Ser 
530 535 540 

Gin Cys Val Ser Ser Ser Pro Phe Tyr Cys Gin Pro Cys Leu Asp Cys 
545 550 555 560 

Gly Ala Leu His Arg His Thr Arg Leu Leu Cys Ser Arg Arg Asp Thr 
565 570 575 

Asp Cys Gly Thr Cys Leu Pro Gly Phe Tyr Glu His Gly Asp Gly Cys 
580 585 590 

Val Ser Cys Pro Thr Ser Thr Leu Gly Ser Cys Pro Glu Arg Cys Ala 
595 600 605 

Ala Val Cys Gly Trp Arg Gin Met Phe Trp Val Gin Val Leu Leu Ala 
610 615 620 
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Gly Leu Val Val Pro Leu Leu Leu Gly Ala Thr Leu Thr Tyr Thr Tyr 
625 630 635 640 



Arg His Cys Trp Pro His Lys Pro Leu Val Thr Ala Asp Glu Ala Gly 
645 650 655 

Met Glu Ala Leu Thr Pro Pro Pro Ala Thr His Leu Ser Pro Leu Asp 
660 665 670 

Ser Ala His Thr Leu Leu Ala Pro Pro Asp Ser Ser Glu Lys lie Cys 
675 680 685 

Thr Val Gin Leu Val Gly Asn Ser Trp Thr Pro Gly Tyr Pro Glu Thr 
690 695 700 

Gin Glu Ala Leu Cys Pro Gin Val Thr Trp Ser Trp Asp Gin Leu Pro 
705 710 715 720 

Ser Arg Ala Leu Gly Pro Ala Ala Ala Pro Thr Leu Ser Pro Glu Ser 
725 730 735 

Pro Ala Gly Ser Pro Ala Met Met Leu Gin Pro Gly Pro Gin Leu Tyr 
740 745 750 

Asp Val Met Asp Ala Val Pro Ala Arg Arg Trp Lys Glu Phe Val Arg 
755 760 765 

Thr Leu Gly Leu Arg Glu Ala Glu lie Glu Ala Val Glu Val Glu lie 
770 775 780 

Gly Arg Phe Arg Asp Gin Gin Tyr Glu Met Leu Lys Arg Trp Arg Gin 
785 790 795 800 

Gin Gin Pro Ala Gly Leu Gly Ala Val Tyr Ala Ala Leu Glu Arg Met 
805 810 815 

Gly Leu Asp Gly Cys Val Glu Asp Leu Arg Ser Arg Leu Gin Arg Gly 
820 825 830 

Pro 



<210> 6 

<211> 426 

<212> DNA 

<213> human 

<220> 

<221> misc_feature 

<222> (5) . . (5) 

<223> n equals a, c, g or t 

<220> 

<221> misc_feature 

<222> (10) . . (10) 

<223> n equals a, c, g or t 

<220> 

<221> miscf eature 
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<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 



(42) . . (42) 

n equals a, c, g or t 



misc_feature 
(93) . . (93) 

n equals a, c, g or t 



misc_f eature 
(98) . . (98) 

n equals a, c, g or t 



mis cofeature 
(158) . . (158) 
n equals a, c, g or t 



misc_feature 
(181) . . (181) 
n equals a, c, g or t 



mi sc_f eature 
(207) . . (207) 
n equals a, c, g or t 



mi sc_f eature 
(273) . . (273) 
n equals a, c, g or t 



misc_feature 
(282) . . (282) 
n equals a, c, g or t 



mi sc_f eature 
(288) . . (288) 
n equals a, c, g or t 



misc_f eature 
(329) . . (329) 
n equals a, c, g or t 



misc_f eature 
(391) . . (391) 
n equals a, c, g or t 



mi sc_f eature 
(399) . . (399) 
n equals a, c, g or t 



mis c_f eature 
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<222> 
<223> 



(404) . . (404) 
n equals a, c, g or t 



<220> 

< 2 2 1 > mis c_f ea ture 

<222> (425) . . (425) 

<223> n equals a, c, g or t 



<400> 6 

ggcanaggtn cgtacctagc tcacctgcaa ccatcaaact tnatgatcaa tcaattggca 60 

cacagcaatg ggaaacatag ccctttggaa ganttgtntc caccaggatc tcatagatca 12 0 

aaacatcctg ggagcctgtt aaccggtgcc ccaaaggntg gtcaaggtca aggaattgtt 180 

ncgccctgga agtgaacatc gagtgtntcc acaaaggatt caggcaatgg gacataaata 24 0 

tatgggtgaa ttttggttgt gaactttggt tgntcccgtt gntgttgntg gctgtgctga 300 

ttgtttgttg ttgcatcggc ttcaggttnt ggagggggac ccaagtgcat ggacagggtg 360 

tgtttctggg gtttgggtct cttagagggc ntgggttang gcangttcac aagggtttta 42 0 

gcaang 426 



<210> 
<211> 
<212> 
<213> 


7 

339 
DNA 
human 








<220> 
<221> 
<222> 
<223> 


misc_f eature 
(23) . . (23) 
n equals a, c, 


g 


or 


t 


A A A A 
O H CM CO 
CM CM CM CM 
CM CM CM CM 


misc feature 
(45) . . (45) 
n equals a, c, 


g 


or 


t 


<220> 
<221> 
<222> 
<223> 


misc feature 
(49) . . (49) 
n equals a, c, 


g 


or 


t 


<220> 
<221> 
<222> 
<223> 


mi sc_f eature 
(67) . . (67) 
n equals a, c, 


g 


or 


t 


<220> 
<221> 
<222> 
<223> 


misc_f eature 
(70) . . (70) 
n equals a, c, 


g 


or 


t 


<220> 
<221> 
<222> 


mi sc_f eature 
(205) . . (205) 
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<223> 



n equals a, c, g or t 



<220> 

<221> misc_f eature 

<222> (215) . . (217) 

<223> n equals a, c, g or t 

<220> 

<221> misc__f eature 

<222> (257) . . (257) 

<223> n equals a, c, g or t 

<220> 

<221> misc_f eature 

<222> (268) . . (268) 

<223> n equals a, c, g or t 

<220> 

<221> misc_f eature 

<222> (294) . . (294) 

<223> n equals a, c, g or t 

<220> 

<221> misc_JEeature 

<222> (320) . . (320) 

<223> n equals a, c, g or t 

<220> 

<221> mi sc__f eature 

<222> (334) . . (334) 

<223> n equals a, c, g or t 



<400> 7 

tggggctgag 


gacaatgctg 


acnacgagat 


tctgagcaac 


gcagnactng 


ctgtccactt 


60 


tcgtctntgn 


gcagcaaatg 


gaaagccagg 


agccggcaga 


tttgacaggt 


gtcactgtac 


120 


agtccccagg 


ggaggcacag 


tgtctgctgg 


tgagttgggg 


acaggccctt 


gcaagacctt 


180 


gtgaggcagg 


gggtgaaggc 


catgnctcgg 


cttcnnntgg 


tcaaagggga 


agtggagcct 


240 


gagggagatg 


ggacttnagg gggacggngc 


tgcgtgggga 


aaaagcagcc 


accntttgac 


300 


aagggggaca 


ggcatttttn 


caaatgtgtg 


cttnttggt 






339 



<210> 8 

<211> 28 

<212> DNA 

<213> human 

<400> 8 

gcggcatgca tgatcaatca attggcac 2 8 



<210> 9 
<211> 36 
<212> DNA 
<213> human 

15 



<400> 9 

gcgggatccg ccatcatggc gccaccacca gctaga 



36 



<210> 10 

<211> 33 

<212> DNA 

<213> human 

<400> 10 

gcgggatcct cactccaagg acacggcaga gcc 33 

<210> 11 

<211> 29 

<212> DNA 

<213> human 

<400> 11 

gcgggatcct caattatgtc cattgcctg 2 9 



<210> 12 

<211> 29 

<212> DNA 

<213> human 

<400> 12 

gcgggatcct caattatgtc cattgcctg 2 9 



<210> 13 
<211> 733 
<212> DNA 
<213> human 












<400> 13 
gggatccgga 


gcccaaatct 


tctgacaaaa 


ctcacacatg 


cccaccgtgc 


ccagcacctg 


60 


aattcgaggg 


tgcaccgtca 


gtcttcctct 


tccccccaaa 


acccaaggac 


accctcatga 


120 


tctcccggac 


tcctgaggtc 


acatgcgtgg 


tggtggacgt 


aagccacgaa 


gaccctgagg 


180 


tcaagttcaa 


ctggtacgtg 


gacggcgtgg 


aggtgcataa 


tgccaagaca 


aagccgcggg 


240 


aggagcagta 


caacagcacg 


taccgtgtgg 


tcagcgtcct 


caccgtcctg 


caccaggact 


300 


ggctgaatgg 


caaggagtac 


aagtgcaagg 


tctccaacaa 


agccctccca 


acccccatcg 


360 


agaaaaccat 


ctccaaagcc 


aaagggcagc 


cccgagaacc 


acaggtgtac 


accctgcccc 


420 


catcccggga 


tgagctgacc 


aagaaccagg 


tcagcctgac 


ctgcctggtc 


aaaggcttct 


480 


atccaagcga 


catcgccgtg 


gagtgggaga 


gcaatgggca 


gccggagaac 


aactacaaga 


540 


ccacgcctcc 


cgtgctggac 


tccgacggct 


ccttcttcct 


ctacagcaag 


ctcaccgtgg 


600 


acaagagcag 


gtggcagcag 


gggaacgtct 


tctcatgctc 


cgtgatgcat 


gaggctctgc 


660 
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acaaccacta cacgcagaag agcctctccc tgtctccggg taaatgagtg cgacggccgc 
gactctagag gat 
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